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Abstract Antisense transcription is a widespread phe-
nomenon in the mammalian genome and is believed to play
a role in regulating gene expression. However, the exact
functional significance of antisense transcription is largely
unknown. Here, we show that natural antisense (AS) RNA
is an important modulator of interferon-a1 (IFN-a1) mRNA
levels. A *4-kb, spliced IFN-a1 AS RNA targets a single-
stranded region within a conserved secondary structure
element of the IFN-a1 mRNA, an element which was
previously reported to function as the nuclear export ele-
ment. Following infection of human Namalwa lymphocytes
with Sendai virus or infection of guinea pig 104C1 fetal
fibroblasts with influenza virus A/PR/8/34, expression of
IFN-a1 AS RNA becomes elevated. This elevated expres-
sion results in increased IFN-a1 mRNA stability because of
the cytoplasmic (but not nuclear) interaction of the AS RNA
with the mRNA at the single-stranded region. This results
in increased IFN-a protein production. The silencing of
IFN-a1 AS RNA by sense oligonucleotides or over-
expression of antisense oligoribonucleotides, which were
both designed from the target region, confirmed the critical
role of the AS RNA in the post-transcriptional regulation of
IFN-a1 mRNA levels. This AS RNA stabilization effect is
caused by the prevention of the microRNA (miRNA)-
induced destabilization of IFN-a1 mRNA due to masking of
the miR-1270 binding site. This discovery not only reveals a
regulatory pathway for controlling IFN-a1 gene expression
during the host innate immune response against virus
infection but also suggests a reason for the large number of
overlapping complementary transcripts with previously
unknown function.
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PR8 virus Influenza virus A/PR/8/34






AHCC Active hexose correlated compound
TLR Toll-like receptor
RACE Rapid amplification of cDNA ends






IFN-a1 mRNAR Revertant form of IFN-a1 mRNA
DSR Antisense fragment downstream of
IFNA1 30 UTR




One of the greatest surprises of high-throughput tran-
scriptome analysis has been the discovery that the
mammalian genome is pervasively transcribed, producing
many different and complex RNA families. In addition to a
large number of alternative transcriptional start sites, ter-
mination and splicing patterns, a complex collection of
new antisense, intronic, and intergenic transcripts has been
found [1]. Moreover, almost half of the polyadenylated
species are now known to be non-protein-coding RNAs.
Although many studies have helped to unveil the function
of many small non-coding RNAs, very little is known
about the long non-coding (lncRNA) counterpart of the
transcriptome [2].
Natural antisense transcripts (NATs) [3] are such
lncRNA molecules, which are transcribed from the oppo-
site strand of both protein-coding and non-coding genes. At
least 1,000 pairs of sense-antisense transcripts are well
conserved between mice and humans [4]. The diversity and
extent of antisense transcription are changing the notion of
NATs as transcriptional noise and are instead suggesting a
pivotal role for antisense transcripts in eukaryotic gene
expression (reviewed by [5, 6]). Thus, demonstrating a
functional role for antisense transcripts in humans is
intriguing.
Mammalian cells respond to virus infection by eliciting
both innate and adaptive immune responses. One of the
most effective innate antiviral responses is the production
of type I interferons (IFNs) and the subsequent induction of
IFN-stimulated genes. The pathways to and from type I
IFNs, primarily IFN-a/b, are flexible. Families of sensors
detect viral products and induce the expression of cyto-
kines. One set of sensors is localized in the cytoplasm,
while another set is localized in the plasma membrane and/
or the membranes of organelles. Flexibility also exists in
the signaling pathways used by IFN-a/b with the potential
to induce the activation of multiple STAT (signal trans-
ducers and activators of transcription) molecules and their
downstream targets (reviewed by [7]). While IFN-b is
encoded by a single gene, IFN-a is encoded by a large
family of structurally related genes localized in a cluster on
human chromosome 9 [8]. Thirteen functional IFN-a genes
(IFNAs) have been identified in humans and are reported to
be induced in a coordinated fashion in virus-infected cells
[9, 10].
Type I IFNs and their downstream products collectively
limit viral replication and spread; therefore, IFN-a-based
treatments are widely used for the treatment of chronic
viral infections. Thus, a large number of studies of IFN
regulation have focused on IFN-a protein expression and
function, particularly transcriptional activation of type I
IFN genes and the IFN-a signal transduction cascade.
However, regulation at the RNA level has received less
attention.
Here, we report that IFN-a1 antisense (AS) RNA, a
NAT, is involved in determining post-transcriptional IFNA1
expression. IFN-a1 AS RNA rapidly and reversibly
upregulates IFN-a1 mRNA levels upon infection of human
Namalwa B lymphocytes with Sendai virus (SeV; a para-
myxovirus) and following infection of guinea pig (gp)
104C1 fetal fibroblasts with influenza virus A/PR/8/34 (PR8
virus). The data presented here show that the cytoplasmic
sense–antisense interaction between the complementary
transcripts results in stabilization of IFN-a1 mRNA. This
effect was based on a novel regulatory role of IFN-a1 AS
RNA, that of masking a miRNA-binding site in the mRNA.
Therefore, IFN-a1 AS RNA is required to regulate IFN-a1
mRNA and, subsequently, IFN-a1 protein production.
These data suggest that this previously unexamined AS
RNA has a role in regulating IFNA1 expression in a post-
transcriptional manner and in driving host innate immunity
against viral infection.
Materials and methods
Cell culture and virus propagation
Both human Namalwa B cells (B lymphocytes from Bur-
kitt’s lymphoma; ATCC CRL-1432) and guinea pig 104C1
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cells (fetal fibroblasts; ATCC CRL-1405) were maintained
in RPMI-1640 medium supplemented with10 % heat-
inactivated fetal calf serum (FCS) (R10). HeLa cells
(ATCC CCL-2) were maintained in Dulbecco’s minimum
essential medium containing 10 % FCS. MDCK (Madin-
Darby canine kidney) cells (ATCC CCL-34) were main-
tained in Eagle’s minimum essential medium containing
10 % FCS. Both SeV and the mouse-adapted PR8 virus,
influenza A/Puerto Rico/8/34 (A/PR/8/34, H1N1), were
propagated in the allantoic cavity of 10-day-old embryo-
nated hen eggs at 35 C for 72 h (SeV) or at 35.5 C for
48 h (PR8 virus). Allantoic fluid was pooled from multiple
eggs, clarified by centrifugation, and frozen at -70 C
until use. The hemagglutination titer of each virus was
determined by serial titration of virus stocks in eggs. The
PR8 virus titer was measured with a plaque-forming assay
using MDCK cells. IFN-a secreted into the culture super-
natant of infected Namalwa cells was quantified using a
human IFN-a ELISA kit according to the manufacturer’s
instructions (Invitrogen, Carlsbad, CA, USA).
Plasmids and recombinant lentivirus production
The human IFNA1 AS nucleotide sequence, encoding a
1.1 kb exon that overlaps IFNA1 and ends at nt 1 of the
gene but in the opposite strand (see below), and the
downstream fragment of the IFNA1-30 untranslated region
(UTR) (DS: nt 1–188 from the polyadenylation site of
IFNA1) were amplified by the polymerase chain reaction
(PCR; see below) using Namalwa cell genomic DNA as a
template. ED7, CSS? (conserved secondary structure),
CSS and stem loop 2 (SL2) fragments [11], and 50 UTR
as well as 30 UTR fragments of human IFNA1 (DDBJ/
EMBL/GenBank Accession Number: AB578886) were
amplified by PCR using a full-length gene expression
plasmid, phuIFN-a1, as a template [12]. The gene-specific
primers used are listed in Supplementary Table 1. The
amplicons and phuIFN-a1 plasmid were digested with
HindIII/XbaI and cloned into the XbaI/HindIII sites of
pCG-Bl [13] to generate phuIFN-a1 AS exon1.1, phuIFN-
a1/mRNA revertant (mRNAR), /ED7R, /CSS?R, /CSSR,
/SL2R, /50UTRR, /30UTRR, and /DSR expression plasmids,
respectively. To construct the phuIFN-a1/bulged-stem loop
(BSL) [11] revertant (BSLR) expression plasmid, 50-phos-
phorylated primers, BSL/F and BSL/R, were annealed and
cloned into the XbaI/HindIII sites of pCG-Bl (see Supple-
mentary Table 1). Human chromosome 9 fragments
containing IFNA2, IFNA5, and IFNA17, respectively, were
amplified by PCR using gene-specific primer pairs (see
Supplementary Table 1) and Namalwa cell genomic DNA
as template. Each DNA fragment was then digested
with HindIII/XbaI and cloned into the HindIII/XbaI sites of
pSI [12].
The stem loop sequences of Homo sapiens micro-RNA
(miR)-1270, -1287 and -483 (DDBJ/EMBL/GenBank
Accession Numbers: MI0006407, MI0006349 and
MI0002467, respectively) were retrieved from the
miRBase database [14]. DNA fragments that contain 100
bases of both upstream and downstream native flank
sequence of each miRNA stem loop were then amplified by
PCR (see below) and cloned into the BamHI and NheI sites
of the pEGFP-miR expression vector (Cell Biolabs, San
Diego, CA, USA) to create pEGFP-miR-1270, -miR-1287,
and -miR-483. Details of the primer sequences and loca-
tions within the corresponding genes are shown in
Supplementary Table 1. pLKO-miR-1270 lentiviral vector
was then constructed by replacing the blunted XhoI and
KpnI fragment of shTORC2 (a kind gift from Fujisawa
[15]) containing U6 promoter-shTORC2 complementary
DNA (cDNA) with a blunted ClaI and KpnI fragment of
pEGFP-miR-1270 containing EF-1a promoter-miRNA-
1270 or the same fragment from the pEGFP-miR-null
control vector (Cell Biolabs). Recombinant lentiviruses for
miR-1270 and miR-null were generated in HEK293T cells
(ATCC CRL-1126) by the co-transfection of pLKO-miR-
1270 or pLKO-null with the packaging construct
pCMVDR8.2 [16] and pVSV-G [17].
Transfection, virus infection, and lentiviral transduction
Namalwa cells were subjected to magnet-assisted trans-
fection, as described previously [18]. Briefly, non-
adherent Namalwa cells were mixed with magnet-assisted
transfection S (IBA, Goettingen, Germany) reagent and
incubated on a magnetic plate for 15 min. To silence the
expression of IFN-a1AS RNA, sense oligodeoxynucleo-
tides (seODNs), which were phosphorothioate-modified
(Operon Biotechnologies, Tokyo, Japan), were mixed
with magnet-assisted transfection A reagent and added to
immobilized cells for transfection using the manufac-
turer’s suggested protocol (IBA). After a 20-min
incubation on the magnetic plate at room temperature, the
cells were transferred to a CO2 incubator for a further 6 h
incubation at 37 C. Alternatively, to over-express IFN-a1
AS RNA and its truncated variants, the immobilized cells
were transfected with 0.5 lg each of phuIFN-a1 ASex-
on1.1, phuIFN-a1/mRNAR, /ED7R, /CSS?R, /CSSR, /
SL2R, /BSLR, /50UTRR, /30UTRR, /DSR or the parental
pCG-Bl plasmid as described above, except for a 20-h
incubation at 37 C. Over-expression of miR-1270, -1287,
or -483 was performed by transfection of the immobilized
Namalwa cells with 2.9 lg each of pEGFP-miR-1270,
-miR-1287, or -miR-483. 0.1 lg of pSV-b-galactosidase
control vector (Promega, Madison, WI, USA) was inclu-
ded in each transfection mixture to normalize transfection
efficiencies. The Beta-Glo assay system was employed to
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quantify b-galactosidase activity (Promega). For trans-
duction with the lentiviral vectors, viral supernatants were
collected 48 h after transfection of HEK293T cells with
pLKO-miR-1270 or pLKO-null and Namalwa cells were
transduced with the recombinant lentiviruses. The trans-
duced cells were then selected with puromycin (2.5 lg/ml;
Sigma-Aldrich, St. Louis, MO, USA), and mixtures of
1,000–2,000 clones of each virus were used for subsequent
analysis.
To examine the effect(s) of AHCC (active hexose corre-
lated compound; Amino Up Chemical, Sapporo, Japan), an
extract derived from fungi of the Basidiomycete family [19],
on IFN-a1 AS RNA expression levels, Namalwa cells were
maintained in R10 medium supplemented with the com-
pound at 0.5 mg/ml and sub-cultured three times.
Transfected or AHCC-treated cells were then washed and
infected with 50 hemagglutination units of SeV/106 cells for
60 min. Cells were washed and incubated again at 37 C for
various time periods before total cellular RNA isolation. The
seODNs were designed according to the IFN-a1 mRNA
sequence and included loops that might cross-hybridize with
the loops of the AS transcript, as previously described [18].
These sequences and names are listed in Supplementary
Table 1. Antisense oligoribonucleotides (asORNs) (Gene-
Design, Osaka, Japan) were also employed to introduce the
BSLR fragment of IFN-a1 AS RNA into Namalwa cells. The
asORNs were designed to avoid Toll-like receptor (TLR)7/
8-mediated immune effects by excluding the GU-rich motifs
[20] and contained 20-O-methylation modifications at each
nucleotide position [21]. Their sequences and names are as
follows (an M indicates 20-O-methylation and an asterisk
indicates a phosphorothioate bond): asORN, 50-U(M*)G
(M*)U(M*)G(M*)G(M*)U(M*)A(M*)A(M*)A(M*)G(M*)
A(M*)G(M*)G(M*)U(M*)U(M*)G(M*)A(M*)A(M*)G(M*)
A(M*) U(M*)C(M*)U(M*)G(M*)C(M)-30 and nc (negative
control) ORN, 50-G(M*)A(M*)C(M*)A(M*)G(M*)G(M*)
A(M*)G(M*)G(M*)A(M*)A(M*)G(M*)G(M*)A(M*)G(M*)
A(M*)G(M*)A(M*)U(M*)U(M)-30 (IFNA1 nt 346–322 and
224–205, respectively). 104C1 cells were infected with the
PR8 virus at a multiplicity of infection of 25.5. After a further
12–48 h incubation at 37 C, infected cells were harvested to
examine gpIFN-a1 mRNA/AS as described below.
Isolation of total cellular, nuclear, and cytoplasmic
RNA
Total cellular RNA was isolated from Namalwa or 104C1
cells using TRIzol (Invitrogen). Alternatively, total nuclear
and cytoplasmic RNAs were extracted from Namalwa cells
using a modified NP40 method as described previously
[12]. Each RNA sample was further treated with TRIzol LS
(Invitrogen). RNA samples were then treated with a
TURBO DNA-free DNase I kit (Applied Biosystems,
Carlsbad, CA, USA) as described previously [13].
Poly(A)? and poly(A)- RNA were fractionated with a
PolyATract mRNA isolation system (Promega) according
to the manufacturer’s instructions.
Northern-blot analysis
Northern blotting was employed to identify the expression
of IFN-a1 AS RNA in the Namalwa cells that were
infected with SeV for 24 h. The sense and antisense RNA
probes were designed to minimize non-specific hybridiza-
tion against mRNAs following homology searches using
the Basic Local Alignment Tool (BLAST; http://blast.ncbi.
nlm.nih.gov/). The selected probe sequence for the detec-
tion of IFN-a1 AS RNA was IFNA1-AS nt 554–355. A
gene fragment containing this sequence, which was flanked
with BamHI and BglII sites, was amplified by PCR (see
below). Four copies of the IFNA1-AS fragment were sub-
cloned in tandem downstream of the pMNT/Df1 vector T7
promoter [22] in both orientations. The sense and antisense
probes were in vitro transcribed with T7 RNA polymerase
(Takara Bio, Otsu, Japan) and [a-32P]CTP (10 lCi/ll,
3,000 Ci/mmol; PerkinElmer NEN, Boston, MA, USA).
Briefly, linearized plasmid DNA (0.5 lg), 20 units of
ribonuclease inhibitor (Takara Bio), 12 lM of CTP and
0.5 mM each of ATP, GTP and UTP, [a-32P]CTP and 40
units of T7 RNA polymerase were combined and incubated
at 37 C for 30 min. A half unit of RNase-free DNase I
(Promega) was subsequently added and incubated at 37 C
for 15 min. The probes were phenol/chloroform-extracted
and precipitated. Ten lg of total cellular RNA isolated
from either SeV or mock infected Namalwa cells, 24 h
after viral infection or poly(A)? or poly(A)- RNA frac-
tionated from the total cellular RNA (see below) were
separated and transferred to a nylon membrane (Whatman,
GE Health Care, Tokyo, Japan) and UV-crosslinked. The
membranes were pre-hybridized with alkaline-denatured
salmon sperm DNA and then probed with a-32P-labeled
sense or antisense probe at 60 C for 17.5 h. The mem-
branes were then washed twice in 29 standard saline
phosphate EDTA (SSPE) and 0.1 % sodium dodecyl sul-
fate (SDS) at room temperature for 15 min and twice in
0.29 SSPE and 0.1 % SDS at 42 C for 30 min. The film
was autoradiographed at -30 C for 22.5 h for IFN-a1 AS
RNA and for 3 h for IFN-a1 mRNA. Details of the primer
sequences and locations within IFNA1-AS are shown in
Supplementary Table 1.
Rapid amplification of 50-cDNA ends (RACE) analysis
To determine the nucleotide sequences of 50 exons of
IFN-a1 AS RNA, poly(A)? RNA from Namalwa cells
infected with SeV for 24 h was reverse-transcribed with a
1454 T. Kimura et al.
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biotinylated F1 primer (see Supplementary Table 1)
(GeneDesign). A second-strand cDNA was then synthe-
sized [23]. Resultant biotin-cDNA was trapped by
streptavidin-Dynabeads (Life Technologies, Carlsbad, CA,
USA) and subjected to 50 RACE with a cDNA PCR Library
Kit (Takara Bio) [18]. Details of the primer and adaptor
sequences and their locations within IFNA1 are shown in
Supplementary Table 1.
Strand-specific reverse-transcription quantitative
polymerase chain reaction (RT-qPCR)
First-strand synthesis was performed essentially as descri-
bed previously [12]. DNase I-treated total cellular RNA or
nuclear and cytoplasmic RNA fractions were annealed with
strand-specific primers. cDNA was synthesized in both the
presence and absence of 100 U ReverTra Ace (TOYOBO,
Osaka, Japan) at 50 C for 30 min. The cDNAs were then
amplified by PCR in a DNA Engine PTC-0200G (Bio-Rad,
Hercules, CA, USA) using the following default thermo-
cycler program: 1 min of pre-incubation at 95 C followed
by 22–38 cycles of 15 s at 95 C, 1 min at 72 C (reducing
the annealing temperature 0.3 C per cycle), and 30 s at
72 C. To detect IFN-a1 mRNA, the R2 primer for RT and
the F2B/R2 primer pair for PCR were used. To detect IFN-
a1 AS RNA, the F1 primer for RT and the F1B/R1 primer
pair for PCR were used. For quantitative comparisons
between mRNA and AS RNA levels, the above cDNAs were
PCR-amplified with the F2B/R2 or F1B/R1 primer pairs.
For the 18S rRNA internal control, a nona-deoxyribonu-
cleotide random primer mixture (Takara Bio) for RT and the
18S F/R primer pair for PCR were used. For detection of
gpIFN-a1 mRNA and AS, the gpR1 and gpF1 primers,
respectively, for RT and the gpF1B/gpR1 primer pair for
PCR were used. For gpb-actin mRNA (an internal control),
the nona-deoxyribonucleotide random primer mixture for
RT and the gpb-actin F/R primer pair for PCR were used.
Details of the primer sequences and locations within the
corresponding genes are shown in Supplementary Table 1.
The primer pairs employed did not generate PCR products in
the absence of RT. The RNA levels were measured in at
least three independent experiments with triplicate samples
by real-time PCR using SYBR Green I (Roche Diagnostics,
Basel, Switzerland) in a Chromo 4 real-time PCR analysis
system apparatus (Bio-Rad). At the end of each real-time
PCR reaction, the cycle threshold was determined at the
level that reflected the best kinetic PCR parameters [24], and
melting curves were acquired and analyzed to confirm that
all primer pairs generated single products. The copy num-
bers of IFN-a1 mRNA/AS RNA and gpIFN-a1 mRNA/AS
RNA were normalized to 18S rRNA and gpb-actin mRNA,
respectively. They are presented as ‘‘relative RNA expres-
sion’’, which indicates the fold change of each RNA copy
relative to that at 0 h after SeV or PR8 virus infection of
control cells. Alternatively, ten-fold dilutions of a known
concentration of phuIFN-a1 (30–3 9 105 copies) or phu-
IFN-a1 AS (10–105 copies) were assayed in the same run
using the strand-specific qPCR described above for the
samples shown in Fig. 3. The regression lines from each
dilution curve were used to determine the copy numbers of
IFN-a1 AS RNA or mRNA in each sample [25].
Assessment of IFN-a1 mRNA/AS RNA PCR primer
cross-reactivity among the IFN-a superfamily members
Alignment of IFN-a1 mRNA/AS RNA RT-PCR primer
sequences was performed for IFNA gene family members
using a function of GENETYX-MAC software (Ver.
15.0.0) (Genetyx Corporation, Tokyo, Japan).
PCR mapping for characterization of IFN-a1 AS RNA
IFN-a1 AS RNA, extracted from SeV-infected Namalwa
cells at 24 h post-infection, was reverse-transcribed as
described above with either the RT2 or the F1 primer. The
synthesized cDNAs were then PCR-amplified with the
following primer pairs to localize the 50 end of the IFN-a1
AS RNA: PCR1F and PCR1R, F1B and R1, PCR3F and
PCR3R, PCR4F and PCR4R, or PCR5F and PCR5R. To
further localize the 50 end, IFN-a1 AS RNA at 24 h post-
infection was reverse-transcribed with the RT2 primer and
the cDNA was PCR-amplified with the following primer
pairs: PCR4F and PCR9R, PCR10R, PCR11R, PCR12R, or
PCR13R. To localize the 30 end of IFN-a1 AS RNA, the
following combinations of RT primer and PCR primer pair
were used: RT1 for RT and RT1/PCR1R for PCR; RT-76
for RT and PCR7F/PCR7R for PCR; RT-199 or RT-498 for
RT and PCR6F/PCR6R for PCR. Details of the primer
sequences and locations within IFNA1 and its flanking
sequences are shown in Supplementary Table 1.
Quantification of IFN-a1 mRNA half-lives
Actinomycin D (ActD; 0.75 or 2 lg/ml; Sigma-Aldrich)
was added to phuIFN-a1/mRNAR- or S1-transfected
Namalwa cells 6 or 12 h after SeV infection to block
transcription. Cells were then harvested for total cellular
RNA isolation at 0, 0.5, 1, 2, 3, and 4 h after the addition of
ActD and analyzed to measure the half-lives of IFN-a1
mRNA by strand-specific RT-qPCR, as described above.
Microinjections and RNA-fluorescence
in situ hybridization (FISH)
Nuclear microinjections of HeLa cells and RNA-FISH
were performed as previously described [12] using the
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phuIFN-a1/ED7 expression plasmid, a digoxigenin-labeled
oligonucleotide probe and fluorescein isothiocyanate-con-
jugated antibodies. Visualization was performed with an
Olympus Fluoview FV300 confocal laser scanning
microscope.
Statistical analysis and informatics
Results in the figures are a representative of at least three
independent experiments with triplicate samples generating
similar findings. Differences in Fig. 7 were analyzed using
Student’s t test.
Accession numbers
Gene accession numbers were deposited in DDBJ/EMBL/
GenBank as follows: AB578886 (human IFNA1),
AB578885 (human IFNA1 AS), AB671739 (gpIFNA1) and
JQ407016 (gpIFNA10). The sequence numbering pre-
sented in this report is based on the following DDBJ/
EMBL/GenBank sequences: NM_000605, NM_021068,
NM_002169, NM_021002, NM_021057, NM_002170,
NM_002171, NM_006900, NM_002172, NM_002173,
NM_021268 and NM_002175 for human IFNA2, IFNA4,
IFNA5, IFNA6, IFNA7, IFNA8, IFNA10, IFNA13, IFNA14,
IFNA16, IFNA17, and IFNA21, respectively. Gpb-actin
mRNA, complete cds is based on AF508792. The miRNA
precursor genes employed in this study were hsa-miR-
1270, -miR-1287, and -miR-483 (DDBJ/EMBL/GenBank
sequences: MI0006407, MI0006349 and MI0002467,
respectively).
Results
Identification of a naturally occurring antisense
transcript overlapping human IFNA1
We recently reported that the coding region of human IFN-
a1 mRNA contains a novel cis-active element that is
responsible for the CRM1-dependent nuclear export of this
specific message [11]. This element forms novel secondary
structures, termed the conserved secondary structure
(CSS), comprising two adjacent putative stable stem loop
(SL) structures (Fig. 1; IFN-a1 mRNA nt 208–452).
Internal deletion-mutagenesis and constitutive export
assays of each SL structure, using IFN-a1/ED7 mRNA (nt
68–487; the shortest functional mRNA mutant), demon-
strated that SL2 acts as a core element by conferring the
export function on the CSS [11] (see also Fig. 1a–c). We
also found that deletion of BSL structure in SL2 appeared
to selectively impair the stability of IFN-a1/ED7 mRNA
[11] (see also Fig. 1d).
This result stimulated our interest, since we also recently
reported that the NAT of the inducible nitric oxide synthase
(iNOS) gene enhances the stability of iNOS mRNA [18].
Northern-blot analysis using poly(A)? RNA from

































Fig. 1 Truncation of the BSL from the CSS results in failure to detect
IFN-a1 mRNA by fluorescence in situ hybridization. Results from a
previous computational analysis of the folding potentials of the IFN-
a1 mRNA export element, as well as internal deletion-mutagenesis
and constitutive export assays, are shown. a IFN-a1/ED7 mRNA;
b SL1 deletion mutant (ED7 DSL1); c SL2 deletion mutant (ED7
DSL2); d BSL deletion mutant (ED7 DBSL). CSS: nt 208–452, SL1:
nt 229–305, SL2: nt 308–434, BSL: nt 322–352. The linear diagram
shows IFN-a1 mRNA, which consists of the 50 UTR (nt 1–67), CDS
(protein-coding sequences; nt 68–637) and the 30 UTR (nt 638–876).
AREs indicate the adenylate uridylate-rich element motifs present in
the 30 UTR. Bar 10 lm. Figure reproduced with modifications from
Kimura et al. [11] with permission
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contrast to the 876 bases IFN-a1 mRNA (DDBJ/EMBL/
GenBank Accession Number AB578886), IFN-a1 AS
RNA is a *4-kb RNA, which is transcribed from the
positive strand of chromosome 9, which is the opposite
strand to the IFNA1 locus (9p22). We further characterized
the naturally occurring IFN-a1 AS RNA by RT-PCR using
the antisense strand-specific RT primer, 5UF1 (IFNA1 nt
2–25) or F1 (nt 102–124). PCR amplification of cDNAs
using various primer pairs located across IFNA1 (Fig. 2b,
PCR1-3) and in the downstream region of the gene
(Fig. 2b, PCR4,5) revealed the presence of a novel tran-
script that includes an exon that starts from the downstream
region and overlaps the region encoding the entire IFNA1
(protein coding or ‘‘sense’’) transcript. The strand
specificity of this RT-PCR analysis was supported by the
result that PCR1 generated an expected sized product
(IFNA1 nt 32–210) only when the AS RNA was reverse-
transcribed by 5UF1 but not by F1 (see Fig. 2b, PCR1).
Failure to generate PCR5 products from both cDNAs led
to the idea that the start site of the IFN-a1 AS RNA exon is
located in a region between 188 and 326 nucleotides
downstream of the poly(A)? addition site of IFNA1 but on
the opposite strand. Further localization of the 50-end of the
IFN-a1 AS RNA exon using various reverse primers
spanning the sequences between 326 and 164 confirmed the
start site to be 188 nucleotides downstream of the poly(A)?
addition site of IFNA1 (Fig. 2d). The AS RNA exon
extended to nucleotide 1 of IFNA1, which was supported
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Fig. 2 Identification and characterization of IFN-a1 AS RNA.
a Northern-blot analysis of IFN-a1 AS RNA (left) and IFN-a1
mRNA (right) in SeV-infected Namalwa cells 24 h after infection.
The sense probe employed to identify the AS RNA and the IFNA1
gene are schematically shown. 28S and 18S show the locations of
each rRNA band and were used to estimate the size of IFN-a1 AS
RNA. b Strand-specific RT was performed for IFNA1 antisense
transcripts with either the 5UF1 RT primer (nt 2–25 of IFNA1) or the
F1 RT primer (nt 102–124). Both cDNAs were PCR amplified with
the primer pairs that span the 50 UTR and CDS (PCR1) or reside in
the CDS (PCR2), 30UTR (PCR3), or regions downstream of IFNA1
(PCR4 and PCR5: nt 40–188 and 164–326 from the polyadenylation
site of IFNA1, respectively). RT-minus indicates a negative PCR
control without RT. c To localize the 30 end of IFN-a1 AS RNA, total
cellular RNA was analyzed by strand-specific RT-PCR. The RT
primers employed were RT1 (nt 1–25 of IFNA1), RT-76 (nt -76 to
-51 from the transcription initiation site of IFNA1), RT-199 (nt -199
to -173) or RT-498 (nt: -498 to -475). PCR6, 7 and 8 depict
locations of amplified cDNA fragments relative to the transcription
initiation site of IFNA1. d To localize the 50 end of IFN-a1 AS RNA,
total cellular RNA was analyzed by strand-specific RT-PCR using
5UF1 as the RT primer. PCR9, 10, 11, 12, and 13 depict locations of
amplified cDNA fragments relative to the polyadenylation site of
IFNA1. e Genomic location of IFN-a1 AS RNA exons are depicted
relative to IFNA1. Sequences downstream of the poly(A)? addition
site were calculated from nt 876, with nt 876 taken as 0. Arrows
depict the direction of AS RNA transcription. IFN-a1 AS RNA (top)
and a splice variant (bottom) are shown. Bar 10 nt
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by PCR 7/8, where PCR8 forward primer (IFNA1 nt 1–25)
but not PCR7 forward primer (nt -27 to -1 from the
transcription initiation site of IFNA1) amplified IFN-a1 AS
cDNA (Fig. 2c) (see also Supplementary Table 1 for pri-
mer information).
Using rapid amplification of 50-cDNA ends, the above
AS RNA exon was shown to extend 242 nucleotides
downstream of the IFNA1poly(A)? addition site. The exon
joined a 50 exon in the opposite orientation to IFNA1,
which was located some 3 kb away from the poly(A)? site
(Fig. 2e). We could not, however, detect antisense 50 ends,
possibly because the AS RNA might form elaborate stem
loop structures, resulting in failure to complete the primer
extension reaction. We also identified a splice variant for
IFN-a1 AS RNA. It is of note that both AS RNAs overlap
the CSS region of IFN-a1 mRNA (Fig. 2e). These results
thus indicate that the IFN-a1 AS RNA is spliced and has a
transcription start site further downstream on chromosome
9.
Analysis of poly(A)? RNA from Namalwa cells by
Northern blotting (Fig. 2a), strand-specific RT-PCR (Sup-
plementary Fig. 1a) and 50-RACE (Fig. 2e) showed that
IFN-a1 AS RNA is a polyadenylated transcript that
includes a 1.1-kb exon that completely overlaps the IFN-a1
mRNA.
IFN-a1 AS RNA does not contain a long open reading
frame, which was to be expected from recent reports from
the ENCODE project [26, 27]. A tblastx search of the
BLAST database (http://blast.ncbi.nlm.nih.gov/Blast.cgi)
with the translated nucleotides of the IFN-a1 AS RNA
(DDBJ/EMBL/GenBank AB578885) failed to match any
protein sequences (data not shown). We subsequently
quantified relative levels of IFN-a1 AS RNA by real-time
PCR at the peak 24-h time point after SeV infection
(Supplementary Fig. 1b) (see also Fig. 3c). The levels of
AS were 4 (Supplementary Fig. 1b) to 6 % (Fig. 3c) of
IFN-a1 mRNA.
The IFNA multigenic family consists of 13 functional
members, and the IFN-a mRNA subtypes are expressed at
different levels in Namalwa cells following SeV infection
[9]; therefore, the presence of contaminating IFN-a mRNA
and IFN-a AS RNA signals other than those from a1
mRNA/AS RNA was examined. A homology search of the
RT and PCR primers used to detect IFN-a1 mRNA and AS
RNA was performed against other members of the IFNA
family (Supplementary Table 2). The presence of con-
taminating IFN-a cDNA signals was subsequently tested
using plasmids which contain cDNAs encoding genes with
high (IFNA2), medium (IFNA5) or low (IFNA17) homol-
ogy to IFNA1. Each plasmid was digested at either the 50 or
30 end and used as a template to identify contaminating
sense or antisense RNA signals. The amount of IFNA1
plasmid was titrated to produce an antisense cDNA signal
very close to that obtained from IFN-a1 AS RNA. This
amount was then applied to amplifications using IFNA2, A5
and A17 plasmids. As shown in Supplementary Fig. 2, the
F1B/R1 primer pair that was employed to detect IFN-a1
AS RNA did not cross-react with any of the three antisense
cDNA mimics examined.
The subsequent cross-contamination assay using the
F2B/R2 primer pair to detect IFN-a1 mRNA showed that
almost all of the cDNA signals were derived from IFN-a1
mRNA; however 5 % were derived from IFN-a2 mRNA
(Supplementary Fig. 2). In contrast, high levels of
sequence homology between IFNA1 and IFNA13 (99.7 %
in the coding region) did not allow distinction between
these genes. The expression levels of IFN-a1 mRNA and
AS RNA presented in this study thus represent the total
amounts of both IFN-a1 and -a13 mRNA/AS RNA.
Effect of silencing IFN-a1 AS RNA on IFN-a1 mRNA
levels
To investigate the possible regulation of IFN-a1 mRNA
stability by the NAT of IFNA1, we aimed to analyze
changes in mRNA levels after silencing IFN-a1 AS RNA
expression. Several seODNs (sequences and locations in
the CSS are depicted in Fig. 3a) were tested for their
abilities to destroy IFN-a1 AS RNA. This silencing strat-
egy is based on the sequence-specific binding of a seODN
to the target AS RNA. When the seODN binds IFN-a1 AS
RNA and forms a hybrid, the RNA-DNA hybrid leads to
the destruction of the AS RNA [18] by RNase H, a cellular
nuclease whose substrates include hybrid nucleic acids
[28].
As expected from our previous work [11], S1 and S2
(derived from the BSL in the SL2 of CSS) only managed to
silence the constitutive expression of IFN-a1 AS RNA
(Fig. 3a, 0 h) in human Namalwa B cells. Other seODNs,
which were designed from the sequences of either the
peripheral SL area of SL2, SL1, or the basal stem region of
the CSS, all failed to silence the expression of IFN-a1 AS
RNA. Within the BSL, S1 (designed from the only single-
stranded region of the BSL) worked more efficiently than
S2 to silence the AS RNA (Fig. 3a). The silencing effects
by S1/2 were specific, since 18S rRNA (Fig. 3a) and
b-actin mRNA (data not shown) levels were unchanged.
Thus, we employed 18S rRNA as an internal standard for
the subsequent RT-qPCR studies.
Namalwa cells were then transfected with either S1 or
Nc1. As expected, S1 effectively reduced IFN-a1 AS RNA
expression at time 0 (Fig. 3b, c: compare S (?)/(-),
IFN-a1 AS RNA levels at 0 h). However, expression was
restored following SeV infection, reaching maximal levels
24 h after infection with approximately 2-fold higher
expression in S (?) cells than in S (-) cells. While S (-)
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cells then maintained AS RNA expression levels, the S (?)
cells had a rapid reduction in levels, by 80 % at 48 h after
SeV infection. The time-course of IFN-a1 mRNA expres-
sion in S (?) and S (-) cells was very similar to that of
IFN-a1 AS RNA. While S (-) cells maintained similar
mRNA copy numbers after reaching the maximal level at
12 h after viral infection, S (?) cells rapidly reduced the
IFN-a1 mRNA level, by 85 % at 48 h after SeV infection.
In both S (?) and S (-) cells, the levels of 18S rRNA, the
internal standard for RT-PCR reactions, were unchanged
(Fig. 3b), indicating that silencing of IFN-a1 AS RNA did
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Fig. 3 Effect of silencing of IFN-a1 AS RNA on IFN-a1 mRNA
expression. a Silencing of IFN-a1 AS RNA by sense ODNs. The
effect of sense ODNs, S1 (red bold), S2-4 (red dotted), and Nc1,2
(black dotted), on the constitutive expression levels of IFN-a1 AS
RNA was examined by strand-specific RT-PCR as described in the
legend to Fig. 2b. 18S rRNA indicates an internal RNA standard.
b, c S1- or Nc1-transfected Namalwa cells were subjected to SeV
infection as described in the legend to Fig. 2 [a, b S (?) and S (-),
respectively]. RNA samples were collected at the indicated time
points after viral infection and subjected to strand-specific RT-PCR
(a) and real-time PCR (b) [S (?)/(-): IFN-a1 AS RNA and IFN-a1
mRNA, respectively]. Copy numbers of IFN-a1 AS RNA and mRNA
were determined by the regression lines from a set of standards, as
described in the Materials and methods section. The results are
presented as the ‘‘IFN-a1 AS RNA or mRNA copy number/100 ng of
total cellular RNA’’ ± SEM of triplicate samples. Open circle S (?)
and filled circle S (-) indicate the number of RNA copies in S1- or
Nc1-transfected Namalwa cells, respectively. Error bars for the real-
time analysis of the IFN-a1 AS RNA and mRNA cannot be seen if
they are smaller than the graph symbols. d The stability of IFN-a1
mRNA over time was measured by real-time PCR relative to time 0
(i.e., 12-h post-infection) after blocking new RNA synthesis with
ActD. Copy numbers of IFN-a1 mRNA were quantified and are
presented as described in the legend to c. The levels of 18S rRNA are
presented as ‘‘relative 18S rRNA expression’’ ±SEM of triplicate
samples, which indicates the fold change of the 18S rRNA level
relative to that at 0 h after ActD treatment in S (-) cells. Open circle
S (?)/mRNA and filled circle S (-)/mRNA indicate the copy
numbers of IFN-a1 mRNA in ActD-treated, S1- or Nc1-transfected
Namalwa cells, respectively. Open square S (?)/18S and filled square
S (-)/18S indicate the relative 18S rRNA expression levels in ActD-
treated, S1- or Nc1-transfected Namalwa cells, respectively. Values
from a representative experiment of three independent transfection/
infection experiments are shown as the mean ± SEM of triplicate
samples. e, f AHCC reduced IFN-a1 AS RNA levels leading to lower
IFN-a1 mRNA/protein levels. The effect of AHCC on IFN-a1 AS
RNA and mRNA levels was analyzed by strand-specific RT-PCR.
IFN-a secreted by Namalwa cells into the culture supernatant was
quantified by ELISA. Filled square AHCC (?) and open square
AHCC (-) indicate IFN-a concentrations obtained in the presence
and absence of AHCC, respectively. Values of a representative
experiment of three independent infection experiments are shown as
the mean ± SEM of triplicate samples
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To investigate whether the reduction of AS RNA
expression levels negatively affected the stability of
IFN-a1 mRNA, we assessed mRNA stability by blocking
new RNA synthesis with ActD and measuring the loss of
IFN-a1 mRNA and 18S rRNA in both S (?) and S (-)
cells. In S (?) cells, we found that IFN-a1 mRNA had a
shorter half-life compared with that in control S (-) cells
(0.93 h vs. 5.11 h; Fig. 3d). 18S rRNA, which is a product
of RNA polymerase I, was not affected by ActD treatment.
To further confirm the effect of silencing IFN-a1 AS
RNA on mRNA levels, we treated Namalwa cells with
AHCC. AHCC was previously found to destabilize iNOS
mRNA and a number of other cytokine mRNAs by
reducing the expression of AS RNAs [29, 30] (Nishizawa
et al., manuscript in preparation). As shown in Fig. 3e,
AHCC indeed silenced the constitutive expression of IFN-
a1 AS RNA in Namalwa cells at time 0. The compound
further reduced AS RNA levels and IFN-a1 mRNA levels
at both 12 and 24 h after SeV infection, which led to
decreased IFN-a protein production (Fig. 3f). These data,
together with the ActD results in S (?) cells, imply that
inhibition of IFN-a1 AS RNA expression causes the
destabilization of IFN-a1 mRNA and, therefore, the
reduction of IFN-a protein production.
Over-expression of IFN-a1 AS increases the stability
of IFN-a1 mRNA
The relationship between the mRNA and AS RNA was
further examined by transiently over-expressing IFN-a1
AS RNA with the IFN-a1 mRNAR expression plasmid
(Fig. 4a). Absolute and relative quantification results of
both IFN-a1 mRNA and AS RNA were found to be
comparable (compare 24 h after SeV-infection in Fig. 3c
with Supplementary Fig. 1b); therefore, we employed the
relative quantification method for analysis in the following
experiments.
Quantification of IFN-a1 mRNA showed that over-
expression of its antisense form increased the mRNA levels
15-fold at time 0 and 2-fold at 24 h after SeV infection
compared with empty vector [Fig. 4b, (?)/mRNA and
(-)/mRNA]. Over-expression of IFN-a1 mRNAR did not
affect 18S rRNA (Fig. 4a) or b-actin mRNA levels (data
not shown), indicating that the effect was not a general
effect on gene expression. To assess whether the increased
levels of IFN-a1 mRNA were due to a change of its sta-
bility upon IFN-a1 mRNAR over-expression, the half-life
of IFN-a1 mRNA in the over-expression (?) cells was
measured by real-time PCR after blocking new RNA
synthesis with ActD. As shown in Fig. 4c, IFN-a1 mRNA
became more stable when mRNAR was over-expressed
in trans and resulted in an extended half-life of 8.12 h
compared with 2.76 h in the empty vector-transfected
(-) cells. In contrast, the half-life of 18S rRNA was not
affected by ActD treatment in either the over-expression
(?) or the empty vector-transfected (-) cells (Fig. 4c; see
also Fig. 3d). Thus, silencing of IFN-a1 AS RNA and over-
expression of mRNAR demonstrate that the AS RNA
increases the stability of IFN-a1 mRNA.
Crucial role of the antisense BSLR region for IFN-a1
AS-mediated regulation of IFN-a1 mRNA stability
Sense and antisense transcripts may potentially interact
through their complementary single-stranded regions,
resulting in double-stranded RNA structures that regulate
stability, transport, and/or translation of the sense transcript
[31]. To determine the interacting regions of IFN-a1 AS
RNA with mRNA, we constructed a series of plasmids that
express IFN-a1 AS RNAs with various truncations from
both the 50 and 30 ends (Fig. 4d, e). Over-expression of
IFN-a1 mRNAR gave a level of mRNA 2.5-fold higher
than that in control, empty vector-transfected cells
(Fig. 4d). Subsequent step-wise truncations of the AS RNA
to generate IFN-a1/ED7R, CSS?R or CSSR RNA caused a
reduction in IFN-a1 mRNA levels. However, slightly
higher levels were still maintained compared with the
control cells. In contrast, further truncations to create IFN-
a1/SL2R RNA resulted in maximal IFN-a1 mRNA levels
that were 3.1-fold higher than control cells (Fig. 4d).
Interestingly, in the cells that over-expressed BSLR RNA,
IFN-a1 mRNA levels were 2.3-fold higher than in control
cells. This increase accounts for approximately 70 % of the
mRNA increase by the over-expression of IFN-a1/SL2R
RNA, suggesting that the BSLR region acts as the core
element by conferring a major stabilizing function to the
SL2R RNA.
We next examined the effects of over-expressing the
IFN-a1 AS RNA exon 1.1 (on the antisense strand, nt 188
from the polyadenylation site of IFNA1 to 1 of IFNA1), the
50/30 UTRR or the antisense fragment downstream of the 30
UTR (DSR) (on the antisense strand, nt 188 to 1 from the
polyadenylation site of IFNA1). As shown in Fig. 4e, over-
expression of the AS RNA exon 1.1 caused 3-fold higher
levels of IFN-a1 mRNA, whereas none of the reverted
RNAs outside the IFN-a 1 mRNA CDS region positively
affected the mRNA expression levels (Fig. 4e). Interest-
ingly, this increase of IFN-a1 mRNA levels was
comparable with that obtained by the over-expression of
SL2R RNA. Silencing IFN-a1 AS RNA with S1 reduced
the mRNA level by 85 % (Fig. 3c) and resulted in a sub-
stantially shorter half-life of 0.93 h (Fig. 3d); therefore,
these results suggested that the SL2R sequence, containing
the core BSLR sequence, plays an important role in the
regulation of IFN-a1 mRNA stability by the AS RNA exon
1.1 and hence by the full-length AS RNA.
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To further confirm the effect of IFN-a1/BSLR RNA
on the regulation of mRNA stability, we designed anti-
sense 20-O-methyl oligoribonucleotides (Fig. 5a, asORN)
with phosphorothioate bonds [21] to augment IFN-a1
mRNA levels. Such ORNs are small single-stranded
RNA fragments that target the BSL of the CSS formed
by IFN-a1 mRNA. Both the asORN and ncORN
(Fig. 5a) were designed to avoid TLR7/8-mediated
IFN-a and TNF-a production by excluding GU-rich
motifs [20]. Namalwa cells were either mock transfected
or transfected with asORN or ncORN. Six hours after
transfection, cells were infected with SeV and subjected
to analysis by strand-specific RT-qPCR (Fig. 5b). After
transfection of asORN, IFN-a1 mRNA reached 2.3-fold
higher levels compared with those expressed in mock-
transfected cells. This increase was comparable to that
observed using the BSLR RNA expression plasmid. In
contrast, ncORN transfection did not change the levels
of IFN-a1 mRNA when compared with those observed
in mock-transfected cells (Fig. 5b). Neither asORN nor
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Fig. 4 Effect of over-expression of IFN-a1 AS RNA on IFN-a1
mRNA levels. a IFN-a1 AS RNA was over-expressed in Namalwa
cells by the transfection of the phuIFN-a1/mRNAR expression
plasmid. Cells were infected with SeV, and analyzed by strand-
specific RT-PCR. b The effect of over-expressed IFN-a1 AS RNA on
IFN-a1 mRNA levels was quantified by real-time PCR. The levels of
IFN-a1 mRNA were normalized to 18S rRNA and are presented as
the ‘‘relative IFN-a1 mRNA expression’’ ±SEM of triplicate samples,
which indicates the fold change of the mRNA level relative to that at
0 h after SeV infection in mock-transfected cells. Open circle (?)/
mRNA and filled circle (-)/mRNA indicate the relative IFN-a1
mRNA expression levels in the phuIFN-a1/mRNAR- or mock-
transfected cells, respectively. Error bars cannot be seen when they
are smaller than the graph symbols. c Over-expressed IFN-a1
mRNAR stabilized IFN-a1 mRNA. The change of stability over
time of IFN-a1 mRNA in phuIFN-a1/mRNAR-transfected cells was
measured by real-time PCR relative to time 0 (i.e., 6 h after SeV
infection) after blocking new RNA synthesis with ActD. The levels of
IFN-a1 mRNA were normalized to 18S rRNA and are presented as
the ‘‘relative IFN-a1 mRNA expression’’ ±SEM of triplicate samples,
which indicates the fold change of the IFN-a1 mRNA level relative to
that at 0 h after ActD treatment in mock-transfected cells. The levels
of 18S rRNA are presented as described in the legend to Fig. 3d.
Open circle (?)/mRNA and filled circle (-)/mRNA indicate the
relative IFN-a1 mRNA expression levels in ActD-treated, phuIFN-
a1/mRNAR-, and mock-transfected cells, respectively. Open square
(?)/18S and filled square (-)/18S indicate the relative 18S rRNA
expression levels in ActD-treated, phuIFN-a1/mRNAR-, and mock-
transfected cells, respectively. d, e Functional mapping of the
stabilization domain of IFN-a1 AS RNA. A series of expression
plasmids that express truncated mutant AS RNAs were individually
transfected into Namalwa cells. The mutant AS RNAs were mRNAR,
ED7R, CSS?R, CSSR, SL2R, and BSLR RNAs (d), and IFN-a1 AS
exon1.1, 50UTRR, 30UTRR and DSR RNAs (e). Arrows show the
orientation of each fragment of the IFNA1 gene and the downstream
region (DS) inserted to the expression plasmids. Transfected cells
were then infected with SeV, and the effect of over-expression of each
IFN-a1 AS RNA fragment on IFN-a1 mRNA levels was analyzed by
strand-specific RT-qPCR. The mRNA levels were normalized to 18S
rRNA and are presented as the ‘‘relative IFN-a1 mRNA expression’’
±SEM of triplicate samples, which indicates the fold change of the
mRNA level relative to that at 24 h after SeV infection of the control,
parental vector-transfected cells (d, e; Cont). IFN-a1 mRNA bands
obtained from the cells that over-expressed each truncated IFN-a1 AS
RNA are indicated
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The effect of asORN, together with the results obtained by
over-expression of BSLR RNA, thus indicated that the pairing
of asORN with the target BSL region raises IFN-a1 mRNA
expression levels in the same way as IFN-a1 AS RNA exon
1.1 and mRNA duplex formation did. It is further suggested
that this RNA–RNA interaction is required to maintain normal
levels of IFN-a1 mRNA in cells upon viral infection.
IFN-a1 AS RNA regulates IFN-a1 mRNA
in the cytoplasm
We further investigated the subcellular location of the AS
RNA-mediated stabilization of IFN-a1 mRNA. By ana-
lyzing cytoplasmic and nuclear fractions separately, we
observed that IFN-a1 mRNA was exclusively increased in
the cytoplasm, but not in the nucleus after asORN-
transfection (Fig. 5c, d), demonstrating that stabilization of
IFN-a1 mRNA occurs in the cytoplasm. The increase of
IFN-a1 mRNA expression levels was not caused by aber-
rant RIG-I (retinoic acid-inducible gene-I) recognition of
asORN, a chemically synthesized 50OH ssRNA, or 50OH
dsRNA formed between asORN and the BSL region
of IFN-a1 mRNA, because these molecules lack the 50
triphosphate structure, a hallmark of viral RNAs, which is
the prerequisite for RIG-I recognition [32, 33].
In addition, cDNA sequencing of nuclear IFN-a1
mRNA and AS RNA showed that deamination of adeno-
sines to inosines on each strand of the CSS [34] was not
observed (sequencing results are deposited in DDBJ/
EMBL/GenBank Accession Numbers AB578885 and 6).
These results strongly suggest that IFN-a1 AS RNA rec-















































































































Fig. 5 asORN, targeted against the BSL region in the CSS of IFN-a1
mRNA, raised IFN-a1 mRNA expression levels. a Location of
asORN (red bold line) and ncORN (black broken line) and the
sequences that were taken from the antisense strand of the corre-
sponding regions in the CSS are depicted. b To confirm the results
obtained by the domain analysis shown in Fig. 4d, either asORN or
ncORN was transfected into Namalwa cells. Six hours post-transfec-
tion, cells were infected with SeV. RNA samples were then isolated at
1–24 h after viral infection and subjected to strand-specific RT-qPCR.
The levels of IFN-a1 AS RNA and IFN-a1 mRNA were normalized
to 18S rRNA and are presented as described in the legend to Fig. 4b.
Open circle ORN, filled circle ncORN, and open square mock
indicate the relative IFN-a1 mRNA expression levels in asORN-,
ncORN-, and mock-transfected cells, respectively. Error bars cannot
be seen when they are smaller than graph symbols. c, d Total cellular
(filled square), nuclear (filled square) or cytoplasmic (open square)
RNAs were isolated from asORN-, ncORN-, or mock-transfected
cells in b but at 24 h after SeV infection. These RNAs were subjected
to analysis by strand-specific RT-PCR (c) and real-time PCR (d). The
expression levels of IFN-a1 AS RNA and IFN-a1 mRNA in each
RNA fraction were normalized to 18S rRNA and are presented as
described in the legend to Fig. 4b, which indicates the fold change of
AS RNA or mRNA levels relative to that 24 h after SeV infection in
mock-transfected cells. 45S and 32S, as well as 28S, 18S and 5.8S,
show positions of nuclear rRNA precursors and rRNAs, respectively
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Concordant expression profiles of IFN-a1 mRNA/AS
RNA in guinea pig 104C1 fetal fibroblasts infected
with PR8 virus
Strand-specific RT-qPCR analysis of gpIFN-a1 AS RNA
indicated that the AS RNA was constitutively expressed in
104C1 cells (Fig. 6a, AS time 0), as was the case in human
Namalwa B lymphocytes. Expression levels steadily
increased for 48 h after viral infection. GpIFN-a1 mRNA
showed a concordant expression profile, with levels stea-
dily increasing for 48 h after PR8 infection (Fig. 6a, b).
These expression profiles thus suggested that there is
concordant regulation in the expression of gpIFN-a1 AS
RNA/mRNA, similar to the observations in SeV-infected
Namalwa cells. In contrast, the expression levels of sense/
antisense transcripts of gpIFN-a10, which does not encode
a functional antiviral protein (Jiang and Kimura, unpub-
lished work; see also [35]), were not changed (Fig. 6a, b).
This result indicated that the concordant increase of both
gpIFN-a1 mRNA/AS RNA levels was not a general effect
in response to viral infection.
IFN-a1 AS RNA and miR-1270 compete for IFN-a1
mRNA binding
MiRNAs constitute a class of noncoding regulatory RNAs
that functions by binding to target RNAs [36]. We con-
ducted bioinformatic searches for miRNA binding sites in
human IFN-a1 mRNA, and predicted the presence of a
binding site for miR-1270 in the BSL region (Fig. 7a left).
Considering the possible RNA duplex formation between
IFN-a1 mRNA and AS RNA in the cytoplasm (Fig. 5c, d),
we postulated that a regulatory function of IFN-a1 AS
RNA may be ‘‘masking’’ the miR-1270 binding site and
thereby blocking the destabilization effects [37] of this
miRNA on IFN-a1 mRNA. Other miRNA target sites were
also found in the double-stranded ‘‘stem’’ regions adjacent
to the single stranded BSL region (Fig. 7a left). We
selected two of these miRNAs, including miR-1287, and
miR-483, that may share the target site with the Nc1
seODN that failed to silence IFN-a1 AS RNA (Fig. 3a).
We over-expressed these miRNAs in SeV-infected Nam-
alwa cells. Exogenous and endogenous expression of these


























































Fig. 6 gpIFN-a1 AS RNA and
mRNA show concordant
expression profiles upon
influenza A/PR/8/34 (PR8) virus
infection in 104 C1 cells. a,
b RNA samples isolated from
PR8 virus-infected 104 C1 cells
were subjected to strand-
specific RT-PCR (a) and real-
time PCR (b) to analyze the
expression profile of both
gpIFN-a1 AS RNA and IFN-a1
mRNA. Each RNA level was
normalized to gpb-actin mRNA
and is presented as the ‘‘relative
RNA expression’’ ±SEM of
triplicate samples, which
indicates the fold change of
each RNA level relative to that
at 0 h after PR8 virus infection.
Open circle and filled circle
indicate the relative expression
levels of gpIFN-a1 AS
RNA/mRNA and gpIFN-a10
AS RNA/mRNA, respectively.
Error bars in the real-time
analysis of AS RNA/mRNA
levels cannot be seen when they
are smaller than the graph
symbols. gpb-actin mRNA
indicates an internal RNA
standard
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miRNAs were verified by quantification of miR-1270,
-1287, and -483 in the transfected and control Namalwa
cells (data not shown) (primer information for this assay is
shown in Supplementary table 1). We found that
miR-1270, which targets the single-stranded BSL region,
reduced IFN-a1 mRNA levels, whereas neither miR-1287
nor -483, which target double-stranded stems adjacent to
the BSL, were able to alter the mRNA levels (Fig. 7a,
right).
To further validate whether IFN-a1 AS RNA and
miR-1287 share a potential binding site in the BSL region
of IFN-a1 mRNA, we examined the possible counteraction
of these ncRNA transcripts. Over-expression of IFN-a1 AS
RNA in LKO-null virus-transduced Namalwa cells con-
sistently raised IFN-a1 mRNA levels 24 h after SeV
infection. LKO-miR-1270 virus-transduced cells had sig-
nificantly reduced IFN-a1 mRNA levels, whereas
subsequent over-expression of IFN-a1 AS RNA returned
the mRNA levels to the basal level (Fig. 7b).
These data thus indicate that miR-1270 and IFN-a1 AS
RNA may compete for binding to IFN-a1 mRNA. This
proposed miRNA masking effect is compatible with the
concordant antisense regulatory action of IFN-a1 AS RNA
on the mRNA level.
Discussion
We previously reported that truncation of the BSL
sequence from the CSS, which is located in the 50 half of
the coding region of IFN-a1 mRNA, led to a failure to
detect IFN-a1/ED7 DBSL mRNA [11]. IFN-a1/ED7
mRNA is the shortest functional IFN-a1 mRNA deletion
mutant and the CSS is conserved between the secondary
structures of both the mutant and the wild-type mRNAs.
These results suggest that the BSL structure may contribute
to the regulation of IFN-a1 mRNA stability [11].
In the present study, we present several lines of evidence
that this is indeed the case: (1) we identified a natural IFN-
a1 AS RNA, a *4 kb ncRNA that is transcribed from the
positive strand of chromosome 9, which is the opposite
strand of the IFNA1 locus (9p22). The IFN-a1 AS RNA
encodes an exon that starts 242 nucleotides downstream of
the poly(A)? addition site of the gene and overlaps the
region encoding the entire IFNA1 (protein coding or
‘‘sense’’) transcript. This exon joined a 50 exon in the
opposite orientation to IFNA1, which is located some 3 kb
away from the poly(A)? site. (2) We showed that S1,
which was designed from the BSL sequence, silenced
IFN-a1 AS RNA expression and caused destabilization of
IFN-a1 mRNA. Treatment of Namalwa cells with AHCC
confirmed the silencing effect on IFN-a1 mRNA levels and
resulted in the reduction of IFN-a protein expression. (3)
Conversely, over-expression of IFN-a1 AS RNA caused
the stabilization of the mRNA; i.e., transfection of phuIFN-
a1/BSLR or asORN (designed from the antisense strand
sequence of the BSL) resulted in increased IFN-a1 mRNA
levels. (4) Furthermore, concordant expression profiles of
IFN-a1 AS RNA/mRNA were not specific to SeV-infected
human Namalwa B lymphocytes but were also observed in
PR8 virus-infected guinea pig 104 C1 fibroblasts. These


























































Fig. 7 IFN-a1 AS RNA and miR-1270 compete for the same binding
site in the BSL region within the CSS of IFN-a1 mRNA. a The
schematic shows the predicted target sites for miR-1270 (black bold
line), -1287 (black dotted line), and -483 (black bold line) and their
relation to the BSL region (red bold line) of IFN-a1 mRNA. The
binding site for miR-1270 is located in the BSL region that is also
targeted by IFN-a1 AS RNA. Over-expression of miR-1270, but not
of miR-1287 or miR-483, led to IFN-a1 mRNA reduction by about
45 % (**p \ 0.01). IFN-a1 mRNA levels were normalized to 18S
rRNA and are presented as the ‘‘relative IFN-a1 mRNA expression’’
±SEM of triplicate samples, which indicates the fold change of the
mRNA level relative to that at 24 h after SeV infection of the control,
pEGFP-miR-null vector-transfected cells. b Over-expression of
IFN-a1 AS RNA exon1064 in the recombinant LKO-miR-1270
lentivirus-transduced Namalwa cells can effectively block the reduc-
tion of IFN-a1 mRNA expression levels, which was observed in the
transduced cells alone. IFN-a1 mRNA levels were normalized to 18S
rRNA and are presented as the ‘‘relative IFN-a1 mRNA expression’’
±SEM of triplicate samples, which indicates the fold change of the
mRNA level relative to that at 24 h after SeV infection of the control,
LKO-miR-null virus-transduced cells (**p \ 0.01)
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major impact on IFN-a1 mRNA and protein levels by
controlling IFN-a1 mRNA expression.
Furthermore, we investigated the subcellular location of
asORN-mediated IFN-a1 mRNA stabilization. Cytoplas-
mic but not nuclear levels of IFN-a1 mRNA were
increased upon asORN transfection, demonstrating that
stabilization of IFN-a1 mRNA occurs in the cytoplasm
independent of the nucleus. This also suggests that IFN-a1
AS RNA and mRNA interact in the cytoplasm, which was
further supported by the finding that the deamination of
adenosines to inosines on each strand of the nuclear CSS
was not observed. Therefore, in the nucleus, which con-
tains an enzyme of the adenosine deaminase family that
acts on RNA [34], IFN-a1 AS RNA does not recognize the
mRNA to form RNA duplexes. IFN-a1 mRNA and AS
RNA interact through their complementary BSL regions,
resulting in double-stranded RNA structures in the cyto-
plasm that regulate mRNA stability.
This RNA duplex formation should, however, be tran-
sient in order to avoid recognition by RIG-I [38, 39], which
would result in repressed protein synthesis and culminate
in apoptosis via protein kinase PKR and 20-50-oligoadeny-
late synthetase (reviewed by [40]).
Quantification of RNA copies revealed that IFN-a1 AS
RNA was expressed at an approximately 15-fold lower
level than the IFN-a1 mRNA at the peak of expression,
24 h after SeV infection. A number of other studies of
mRNA-AS RNA pairs have indicated a similar discrepancy
between the levels of the two types of RNAs and yet have
found that the AS RNA regulates the mRNA (reviewed by
[41]). In fact, a lower expression level of the AS RNA
appears to be the rule [26]. A transient interaction between
the complementary transcripts has been postulated to allow
the AS RNA to move on and target the next mRNA mol-
ecule in a ‘‘hit-and-run’’ manner [31, 42]. Therefore, it
might be possible to assume that AS RNAs are local
modulators of mRNA secondary or tertiary structure [42],
the binding of which could result in some type of perma-
nent modification of the IFN-a1 mRNA structure that
protects it from degradation even after detachment of
IFN-a1 AS RNA. Indeed, the effect of p15 silencing by
p15 AS persisted after antisense transcription was elimi-
nated by either a tetracycline-inducible vector or by loxP/
Cre excision [42]. These proposed mechanisms may
explain functionality despite the low abundance of AS
RNA molecules (reviewed by [5, 41]).
In light of this, it is interesting to note that among
reported cis-AS RNAs that have thus far been identified
and characterized in human cells ([5, 43] and references
therein), double-stranded RNAs have proved difficult to
identify in most cases [44], suggesting that such endoge-
nous sense/antisense duplex formation may be too transient
and/or labile to allow detection [18, 31].
Recently, Wahlestedt and coworkers [45] presented
evidence to show that the miR-485-5p transcript and an
antisense b-site amyloid precursor protein-cleaving
enzyme 1 (BACE1) transcript (BACE1-AS) compete for a
binding site on BACE1 mRNA. Considering the reported
effects of miRNAs on mRNA stability ([46], see also [37]),
they proposed a molecular mechanism whereby cytoplas-
mic sense-antisense RNA duplex formation can potentially
inhibit the interaction between miR-485-5p and BACE1
mRNA to explain the enhancement of BACE1 mRNA
stability by BACE1-AS transcripts.
We subsequently searched for miRNA recognition
motifs in the entire IFN-a1 mRNA sequence, and in the
CSS sequence in particular, and found that a recognition
site for miR-1270 could be reliably predicted (RNAhybrid
in the BiBiserv: http://bibiserv.techfak.uni-bielefeld.de/
rnahybrid/; [47], and RegRNA: http://RegRNA.mbc.
NCTU.edu.tw/; [48]). MiR-1270 recognizes nt 308–333
in the CSS and has the highest assigned score and lowest
predicted DG of binding with IFN-a1 mRNA. The fact that
the BSL spans nt 322–352 and that the asORN was
designed from nt 322–345 in the CSS of IFN-a1 mRNA
suggests that the transient cytoplasmic sense-antisense
RNA duplex formation discussed above alters the sec-
ondary or tertiary structure of IFN-a1 mRNA (the BSL
RNA region in particular), which blocks the miRNA-
recognition site owing to its overlapping with the single-
stranded region within the BSL.
Indeed, destabilization of IFN-a1 mRNA caused by
miR-1270 was counteracted by IFN-a1 AS RNA, leading
to the full recovery of IFN-a1 mRNA expression to the
basal level. Hence, the proposed action of IFN-a1 AS
RNA, promoting target mRNA stability by duplex forma-
tion and inhibiting mRNA destabilization by miRNA, serve
to elevate IFN-a1 mRNA and protein levels upon viral
infection.
Our data not only identify a mechanism for post-tran-
scriptional IFNA1 gene regulation but also highlight the
role of human antisense transcripts as regulatory RNAs
[5, 49]. Growing evidence suggests that antisense tran-
scription has a key role in a range of human diseases
(reviewed by [50]). Activation of the immune system
causes the rapid production of IFNs and pro-inflammatory
cytokines that orchestrate the developing innate and
adaptive immune responses to infection. Aberrant or
excessive stimulation of these pathways is believed to
underlie many inflammatory autoimmune disorders. For
example, RNA- and DNA-associated autoantigens in sys-
temic lupus erythematosus have been shown to drive
pathological expression of type I IFN genes and IFN-
induced genes through TLR7 and TLR9 activation
(reviewed by [51] and see references therein). Our dis-
covery of IFN-a1 AS RNA as a regulator of the IFNA1
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gene at the mRNA level raises the possibility that dys-
function of the AS RNA could contribute to autoimmunity
by failure to sustain IFNA1 gene expression and function.
Thus, investigation into the status of IFN-a1 AS RNA
expression in autoimmune disorders is highly warranted.
In conclusion, IFN-a1 AS RNA adds another level of
complexity to the regulation of IFNA1. Further studies of
AS RNA may provide a more complete understanding of
the regulation of IFNA1 in various physiological processes,
as well as during autoimmune disease development, and
may lead to therapeutic intervention.
Acknowledgments We are grateful to T. Shioda for providing
Sendai virus, Y. Okuno and R. Koutetsu for providing Influenza virus
A/PR/8/34 and MDCK cells, J.-I. Fujisawa for providing shTORC2
and T. Okuyama and all Kimura laboratory members for stimulating
discussions. This work was supported by the Ministry of Education,
Culture, Sports, Science and Technology (Grant Number 24510283 to
T.K.), the Japan Science and Technology Agency (Grant Numbers
11-080 and 09-073 to T.K.), Ritsumeikan University (R-GIRO
research program grant to M.N. and T.K. and a Research promotion
program grant for T.K.) and the Amino Up Chemical Co., Ltd.
(research grants to T.K. and M.N.).
Conflict of interest T.K. and M.N. are currently conducting
research supported by the Amino Up Chemical Co., Ltd.
Open Access This article is distributed under the terms of the
Creative Commons Attribution License which permits any use, dis-
tribution, and reproduction in any medium, provided the original
author(s) and the source are credited.
References
1. Wilusz JE, Sunwoo H, Spector DL (2009) Long noncoding
RNAs: functional surprises from the RNA world. Genes Dev
23(13):1494–1504. doi:10.1101/gad.1800909
2. Cesana M, Cacchiarelli D, Legnini I, Santini T, Sthandier O,
Chinappi M, Tramontano A, Bozzoni I (2011) A long noncoding
RNA controls muscle differentiation by functioning as a com-
peting endogenous RNA. Cell 147(2):358–369. doi:10.1016/
j.cell.2011.09.028
3. Katayama S, Tomaru Y, Kasukawa T, Waki K, Nakanishi M,
Nakamura M, Nishida H, Yap CC, Suzuki M, Kawai J, Suzuki H,
Carninci P, Hayashizaki Y, Wells C, Frith M, Ravasi T, Pang KC,
Hallinan J, Mattick J, Hume DA, Lipovich L, Batalov S, Eng-
strom PG, Mizuno Y, Faghihi MA, Sandelin A, Chalk AM,
Mottagui-Tabar S, Liang Z, Lenhard B, Wahlestedt C (2005)
Antisense transcription in the mammalian transcriptome. Science
309(5740):1564–1566. doi:10.1126/science.1112009
4. Engstrom PG, Suzuki H, Ninomiya N, Akalin A, Sessa L,
Lavorgna G, Brozzi A, Luzi L, Tan SL, Yang L, Kunarso G,
Ng EL, Batalov S, Wahlestedt C, Kai C, Kawai J, Carninci P,
Hayashizaki Y, Wells C, Bajic VB, Orlando V, Reid JF, Lenhard
B, Lipovich L (2006) Complex Loci in human and mouse gen-
omes. PLoS Genet 2(4):e47. doi:10.1371/journal.pgen.0020047
5. Faghihi MA, Wahlestedt C (2009) Regulatory roles of natural
antisense transcripts. Nat Rev Mol Cell Biol 10(9):637–643. doi:
10.1038/nrm2738
6. Nagano T, Fraser P (2011) No-nonsense functions for long
noncoding RNAs. Cell 145(2):178–181. doi:10.1016/j.cell.2011.
03.014
7. Garcia-Sastre A, Biron CA (2006) Type 1 interferons and the
virus-host relationship: a lesson in detente. Science 312(5775):
879–882. doi:10.1126/science.1125676
8. Chen J, Baig E, Fish EN (2004) Diversity and relatedness among
the type I interferons. J Interferon Cytokine Res 24(12):687–698.
doi:10.1089/jir.2004.24.687
9. Genin P, Lin R, Hiscott J, Civas A (2009) Differential regulation
of human interferon A gene expression by interferon regulatory
factors 3 and 7. Mol Cell Biol 29(12):3435–3450. doi:10.1128/
MCB.01805-08
10. Marie I, Durbin JE, Levy DE (1998) Differential viral induction
of distinct interferon-alpha genes by positive feedback through
interferon regulatory factor-7. EMBO J 17(22):6660–6669. doi:
10.1093/emboj/17.22.6660
11. Kimura T, Hashimoto I, Nishizawa M, Ito S, Yamada H (2010)
Novel cis-active structures in the coding region mediate CRM1-
dependent nuclear export of IFN-alpha1 mRNA. Med Mol
Morphol 43(3):145–157
12. Kimura T, Hashimoto I, Nagase T, Fujisawa J (2004) CRM1-
dependent, but not ARE-mediated, nuclear export of IFN-alpha1
mRNA. J Cell Sci 117(Pt 11):2259–2270. doi:10.1242/jcs.01076
13. Kimura T, Hashimoto I, Yamamoto A, Nishikawa M, Fujisawa JI
(2000) Rev-dependent association of the intron-containing HIV-1
gag mRNA with the nuclear actin bundles and the inhibition of its
nucleocytoplasmic transport by latrunculin-B. Genes Cells 5(4):
289–307 pii:gtc326
14. Griffiths-Jones S, Saini HK, van Dongen S, Enright AJ (2008)
miRBase: tools for microRNA genomics. Nucleic Acids Res
36(Database issue):D154–D158. doi:10.1093/nar/gkm952
15. Jiang S, Inada T, Tanaka M, Furuta RA, Shingu K, Fujisawa J
(2009) Involvement of TORC2, a CREB co-activator, in the
in vivo-specific transcriptional control of HTLV-1. Retrovirology
6:73. doi:10.1186/1742-4690-6-73
16. Miyoshi H, Blomer U, Takahashi M, Gage FH, Verma IM (1998)
Development of a self-inactivating lentivirus vector. J Virol
72(10):8150–8157
17. Yasui K, Furuta RA, Matsumoto K, Tani Y, Fujisawa J (2005)
HIV-1-derived self-inactivating lentivirus vector induces
megakaryocyte lineage-specific gene expression. Microbes Infect
7(2):240–247. doi:10.1016/j.micinf.2004.11.003
18. Matsui K, Nishizawa M, Ozaki T, Kimura T, Hashimoto I,
Yamada M, Kaibori M, Kamiyama Y, Ito S, Okumura T (2008)
Natural antisense transcript stabilizes inducible nitric oxide syn-
thase messenger RNA in rat hepatocytes. Hepatology
47(2):686–697. doi:10.1002/hep.22036
19. Miura T, Kitadate K, Nishioka H, Wakame K (2010) Basic and
clinical studies on Active Hexose Correlated Compound. In:
Bagchi D, Lau FC, Ghosh DK (eds) Biotechnology in functional
foods and nutraceuticals. CRC Press, New York, pp 51–59
20. Forsbach A, Nemorin JG, Montino C, Muller C, Samulowitz U,
Vicari AP, Jurk M, Mutwiri GK, Krieg AM, Lipford GB, Vollmer
J (2008) Identification of RNA sequence motifs stimulating
sequence-specific TLR8-dependent immune responses. J Immu-
nol 180(6):3729–3738 pii:180/6/3729
21. Tluk S, Jurk M, Forsbach A, Weeratna R, Samulowitz U, Krieg
AM, Bauer S, Vollmer J (2009) Sequences derived from self-
RNA containing certain natural modifications act as suppressors
of RNA-mediated inflammatory immune responses. Int Immunol
21(5):607–619. doi:10.1093/intimm/dxp030
22. Nishizawa M, Nagata S (1992) cDNA clones encoding leucine-
zipper proteins which interact with G-CSF gene promoter ele-
ment 1-binding protein. FEBS Lett 299(1):36–38. doi:10.1016/
0014-5793(92)80094-W
1466 T. Kimura et al.
123
23. Gubler U, Hoffman BJ (1983) A simple and very efficient method
for generating cDNA libraries. Gene 25(2–3):263–269
24. Ferreira ID, Rosario VE, Cravo PV (2006) Real-time quantitative
PCR with SYBR Green I detection for estimating copy numbers
of nine drug resistance candidate genes in Plasmodium falcipa-
rum. Malar J 5:1. doi:10.1186/1475-2875-5-1
25. Bustin SA (2000) Absolute quantification of mRNA using real-
time reverse transcription polymerase chain reaction assays.
J Mol Endocrinol 25(2):169–193 pii:JME00927
26. Derrien T, Johnson R, Bussotti G, Tanzer A, Djebali S, Tilgner H,
Guernec G, Martin D, Merkel A, Knowles DG, Lagarde J, Vee-
ravalli L, Ruan X, Ruan Y, Lassmann T, Carninci P, Brown JB,
Lipovich L, Gonzalez JM, Thomas M, Davis CA, Shiekhattar R,
Gingeras TR, Hubbard TJ, Notredame C, Harrow J, Guigo R
(2012) The GENCODE v7 catalog of human long noncoding
RNAs: analysis of their gene structure, evolution, and expression.
Genome Res 22(9):1775–1789. doi:10.1101/gr.132159.111
27. Banfai B, Jia H, Khatun J, Wood E, Risk B, Gundling WE Jr,
Kundaje A, Gunawardena HP, Yu Y, Xie L, Krajewski K, Strahl
BD, Chen X, Bickel P, Giddings MC, Brown JB, Lipovich L (2012)
Long noncoding RNAs are rarely translated in two human cell lines.
Genome Res 22(9):1646–1657. doi:10.1101/gr.134767.111
28. Potera C (2007) Antisense–down, but not out. Nat Biotechnol
25(5):497–499. doi:10.1038/nbt0507-497
29. Matsui K, Kawaguchi Y, Ozaki T, Tokuhara K, Tanaka H,
Kaibori M, Matsui Y, Kamiyama Y, Wakame K, Miura T, Ni-
shizawa M, Okumura T (2007) Effect of active hexose correlated
compound on the production of nitric oxide in hepatocytes. JPEN
J Parenter Enteral Nutr 31(5):373–380 (discussion 380–381).
pii:31/5/373
30. Matsui K, Ozaki T, Oishi M, Tanaka Y, Kaibori M, Nishizawa M,
Okumura T, Kwon AH (2011) Active hexose correlated com-
pound inhibits the expression of proinflammatory biomarker
iNOS in hepatocytes. Eur Surg Res 47(4):274–283. doi:10.1159/
000333833
31. Mahmoudi S, Henriksson S, Corcoran M, Mendez-Vidal C, Wi-
man KG, Farnebo M (2009) Wrap53, a natural p53 antisense
transcript required for p53 induction upon DNA damage. Mol
Cell 33(4):462–471. doi:10.1016/j.molcel.2009.01.028
32. Takahasi K, Yoneyama M, Nishihori T, Hirai R, Kumeta H,
Narita R, Gale M Jr, Inagaki F, Fujita T (2008) Nonself RNA-
sensing mechanism of RIG-I helicase and activation of antiviral
immune responses. Mol Cell 29(4):428–440. doi:10.1016/j.molcel.
2007.11.028
33. Zheng C, Wu H (2010) RIG-I ‘‘sees’’ the 50-triphosphate.
Structure 18(8):894–896. doi:10.1016/j.str.2010.07.002
34. Bass BL (2002) RNA editing by adenosine deaminases that act on
RNA. Annu Rev Biochem 71:817–846. doi:10.1146/annurev.
biochem.71.110601.135501
35. Henco K, Brosius J, Fujisawa A, Fujisawa JI, Haynes JR,
Hochstadt J, Kovacic T, Pasek M, Schambock A, Schmid J et al
(1985) Structural relationship of human interferon alpha genes
and pseudogenes. J Mol Biol 185(2):227–260
36. Bartel DP (2009) MicroRNAs: target recognition and regulatory
functions. Cell 136(2):215–233. doi:10.1016/j.cell.2009.01.002
37. Guo H, Ingolia NT, Weissman JS, Bartel DP (2010) Mammalian
microRNAs predominantly act to decrease target mRNA levels.
Nature 466(7308):835–840. doi:10.1038/nature09267
38. Kowalinski E, Lunardi T, McCarthy AA, Louber J, Brunel J, Gri-
gorov B, Gerlier D, Cusack S (2011) Structural basis for the
activation of innate immune pattern-recognition receptor RIG-I by
viral RNA. Cell 147(2):423–435. doi:10.1016/j.cell.2011.09.039
39. Luo D, Ding SC, Vela A, Kohlway A, Lindenbach BD, Pyle AM
(2011) Structural insights into RNA recognition by RIG-I. Cell
147(2):409–422. doi:10.1016/j.cell.2011.09.023
40. Gantier MP, Williams BR (2007) The response of mammalian
cells to double-stranded RNA. Cytokine Growth Factor Rev
18(5–6):363–371. doi:10.1016/j.cytogfr.2007.06.016
41. Nishizawa M, Okumura T, Ikeya Y, Kimura T (2012) Regulation
of inducible gene expression by natural antisense transcripts.
Front Biosci 17:938–958 pii:3965
42. Yu W, Gius D, Onyango P, Muldoon-Jacobs K, Karp J, Feinberg
AP, Cui H (2008) Epigenetic silencing of tumour suppressor gene
p15 by its antisense RNA. Nature 451(7175):202–206. doi:
10.1038/nature06468
43. Beiter T, Reich E, Williams RW, Simon P (2009) Antisense
transcription: a critical look in both directions. Cell Mol Life Sci
66(1):94–112. doi:10.1007/s00018-008-8381-y
44. Munroe SH, Zhu J (2006) Overlapping transcripts, double-
stranded RNA and antisense regulation: a genomic perspective.
Cell Mol Life Sci 63(18):2102–2118. doi:10.1007/s00018-006-
6070-2
45. Faghihi MA, Zhang M, Huang J, Modarresi F, Van der Brug MP,
Nalls MA, Cookson MR, St-Laurent G 3rd, Wahlestedt C (2010)
Evidence for natural antisense transcript-mediated inhibition of
microRNA function. Genome Biol 11(5):R56. doi:10.1186/gb-
2010-11-5-r56
46. Leung AK, Sharp PA (2006) Function and localization of mi-
croRNAs in mammalian cells. Cold Spring Harb Symp Quant
Biol 71:29–38. doi:10.1101/sqb.2006.71.049
47. Rehmsmeier M, Steffen P, Hochsmann M, Giegerich R (2004)
Fast and effective prediction of microRNA/target duplexes. RNA
10(10):1507–1517. doi:10.1261/rna.5248604
48. Huang HY, Chien CH, Jen KH, Huang HD (2006) RegRNA: an
integrated web server for identifying regulatory RNA motifs and
elements. Nucleic Acids Res 34(Web Server issue):W429–W434
49. Guttman M, Rinn JL (2012) Modular regulatory principles of
large non-coding RNAs. Nature 482(7385):339–346. doi:
10.1038/nature10887
50. Hung T, Chang HY (2010) Long noncoding RNA in genome
regulation: prospects and mechanisms. RNA Biol 7(5):582–585
pii:13216
51. Liu YJ (2005) IPC: professional type 1 interferon-producing cells
and plasmacytoid dendritic cell precursors. Annu Rev Immunol
23:275–306. doi:10.1146/annurev.immunol.23.021704.115633
Stabilization of human interferon-a1 mRNA 1467
123
